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k, m and n are the same as defined in Figure 15. 
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kCHaO^HaC^OnCHaCHaCCOH + (H 2 N) m -MQDF 
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[CH30(CH 2 CH 2 0) n CH 2 CH a CH 2 -H^q k -MQDF-(NH 2 ) m . k 

k . number of PEG molecules reacted with a molecule of 

to^S of polymerization of PEG used in the taction; 
" c g for PEG of MW-100 kD; n=40 for PEG of 

MW=2 kD. wrriP 
m - total number of primary amino groups per MGDr 

molecule. 



Figure 15 




OOO" 



o 
II 



tfH ♦ H-C-PEG 




NaCNBH 3 
PH3-6 



r^H-CH,-PEQ 



tt 347780 



Picon 16 



# 1 + 




FlCV* 17 



fig 347780 



6000 



5000- 
4000- 
3000- 
2000- 
1000- 

« 

0- 




1 



10 



100 



1000 



UG/KG/DAY 



Purification Flow Chart for r-HuMGDF 
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